The two aromatic systems in the title compound, C 11 H 11 N 3 , are inclined by 19.1 (1) , whilst the angle at the central amino N atom is 130.3 (2) . The amino group forms a hydrogen bond to the pyrazine N-4 atom of an adjacent molecule, forming a chain motif.
Related literature
For the structure of aminopyrazine, see : Chao et al. (1976) and for that of N-(pyrazin-2-yl)-2-nitroaniline; see: Parsons et al. (2006) . For two monoclinic modifications of N-(pyrazin-2-yl)-aniline, see: ; Wan Saffiee et al. (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001); software used to prepare material for publication: publCIF (Westrip, 2008) . Chloropyrazine (1 ml, 1.1 mmol) and 4-toluidine (1.2 g, 1.1 mmol) were heated at 423-433 K for 3 h. The solid was dissolved in water. The compound was extracted with ether. The ether extract was dried over sodium sulfate; evaporation of the solvent gave colorless crystals among some unidentified dark brown materials.
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Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.95-0.98 Å) and were included in the refinement in the riding model approximation, with U(H) fixed at 1.2-1.5U(C). The amino H-atom was located in a difference Fourier map, and was refined with a distance restraint of N-H 0.88±0.01 Å. Figures   Fig. 1 . Thermal ellipsoid plot (Barbour, 2001) of C 11 H 11 N 3 at the 70% probability level; hydrogen atoms are drawn as spheres of arbitrary radius.
N-(Pyrazin-2-yl)-4-toluidine
Crystal data 
Data collection
Bruker SMART APEX diffractometer 1437 reflections with I > 2σ(I) 
